
Metagenome Bins 

 
Introduction 
Metagenome bins can be accessed in IMG in a variety of ways: 
 
1. Access via Table of Metagenomes 
One way to access bins is directly from a table of metagenomes e.g. by clicking on the count of 
JGI Metagenomes on the IMG home page under IMG Content. 

 
When the table of metagenomes comes up, the user needs to select “Genome Bin Count” from 
the Table Configuration option below the table and click “Redisplay”. 

 
 
The table will then show the count of bins for each metagenome. 

 



The bin count links to bin detail page with links to scaffolds and genes for each metagenome 
bin. 

 
 
2. Access via Metagenome Detail Page 
If the user is interested in a particular metagenome which has bins, the bins can be accessed 
directly from the metagenome details page. 

 



 
 
3. Access via Overview of Bins 
Metagenome Bins can be accessed in a more efficient manner from the “Find Genomes” menu. 
They can be viewed in bulk either by Taxonomy or by Ecosystem. Both views present an 
overview of *all* bins in IMG in a partition viewer.  
 
The horizontal partition layout is a way to represent a tree hierarchy where each node is drawn 
as a rectangle and its children are drawn as smaller adjacent rectangle branches. The height of 
all the child rectangles matches the height of the parent rectangle. The placement and height of 
each child node corresponds to the number of leaf nodes in its branch of the tree.  
 
To navigate within the partition, the user can: 
 

1. Click on a parent rectangle of interest to expand that category. The legend will then 
display a list of all the child nodes for that category, even those not visible in the viewer 
itself (this happens if the leaf count for the category is relatively low). 

2. User can click on an item in the legend to expand that category. 
3. User can click on any item in the breadcrumbs  (displayed when hovering with the 

mouse over the partition) to see all items for that category in a bin details table. 
4. User can click to the left of a category in the viewer to return to the parent category. 

 
Bins by Taxonomy 
> Home > Find Genomes > Bins by Taxonomy 



 

 
 
Metagenome Bins can also be viewed grouped in a table by a category of choice. The user 
can select from a dropdown list of categories. This table displays the count of bins for each item 
in that category “hierarchy”. The count links to bin details for that category hierarchy. As noted in 
the tool, duplicate category names may appear in the table. These would have a distinct 
hierarchy for the corresponding bins. 
 



 
 
Bins by Ecosystem 
> Home > Find Genomes > Bins by Ecosystem  

 
 



 

 
 
Bins Details Table 
The details table for any group of bins lists the bin IDs and links to associated genome, genes, 
and scaffolds: 

 



The table of bin scaffolds lists the scaffold IDs for the selected bin and links to table of genes for 
the selected bin scaffold. 

 
 

 


